[bookmark: OLE_LINK17]Supplementary Table. 3. Quality-control metrics and SNP-specific regression sample sizes for the genotyped HSP SNPs
	Genetic variant
	Total cohort N / regression model N
	Regression model inclusion / exclusion rate  (%)
	MAF
	HWE
compliance
(P-HWE) 
	Duplicate concordance rates (%)

	T2DM

	rs7155973 HSP90AA1
	195/179
	91.8/8.2
	0.068
	>0.05
	100%

	rs1043618 HSPA1A
	195/185
	94.8/5.2
	0.391
	>0.05
	100%

	rs6457452 HSPA1B
	195/179
	91.8/8.2
	0.124
	<0.05
	100%

	rs13161158 HSPA4
	195/186
	95.3/4.7
	0.071
	>0.05
	100%

	rs753856 HSPA6
	195/184
	94.3/5.7
	0.122
	>0.05
	100%

	rs1461496 HSPA8
	195/186
	95.3/4.7
	0.383
	>0.05
	100%

	rs1136141 HSPA8
	195/186
	95.3/4.7
	0.166
	>0.05
	100%

	rs10892958 HSPA8
	195/181
	92.3/7.7
	0.204
	>0.05
	100%

	rs1042665 HSPA9
	195/185
	94.8/5.2
	0.260
	>0.05
	100%

	rs910652 HSPA12B
	195/187
	95.9/4.1
	0.115
	>0.05
	100%

	rs862832 HSPA12B
	195/176
	90.3/9.7
	0.231
	>0.05
	100%

	rs17155992 HSPA14
	195/184
	94.3/5.7
	0.088
	>0.05
	100%

	rs2034598 DNAJA2
	195/188
	96.4/3.6
	0.263
	>0.05
	100%

	rs7189628 DNAJA2
	195/186
	95.3/4.7
	0.093
	>0.05
	100%

	rs4926222 DNAJB1
	195/186
	95.3/4.7
	0.136
	>0.05
	100%

	rs4279640 HSF1
	195/186
	95.3/4.7
	0.470
	>0.05
	100%

	rs6909985 HSF2
	195/184
	94.3/5.7
	0.165
	>0.05
	100%

	rs706121 BAG1
	195/185
	94.8/5.2
	0.178
	>0.05
	100%

	rs196336 BAG3
	195/185
	94.8/5.2
	0.426
	>0.05
	100%

	rs196329 BAG3
	195/182
	93.3/6.7
	0.225
	>0.05
	100%

	Obesity

	rs7155973 HSP90AA1
	195/175
	89.7/10.3
	0.068
	>0.05
	100%

	rs1043618 HSPA1A
	195/181
	92.3/7.7
	0.391
	>0.05
	100%

	rs6457452 HSPA1B
	195/175
	89.7/10.3
	0.124
	<0.05
	100%

	rs13161158 HSPA4
	195/182
	93.3/6.7
	0.071
	>0.05
	100%

	rs753856 HSPA6
	195/180
	92.3/7.7
	0.122
	>0.05
	100%

	rs1461496 HSPA8
	195/182
	93.3/6.7
	0.383
	>0.05
	100%

	rs1136141 HSPA8
	195/182
	93.3/6.7
	0.166
	>0.05
	100%

	rs10892958 HSPA8
	195/177
	90.8/9.2
	0.204
	>0.05
	100%

	rs1042665 HSPA9
	195/181
	92.3/7.7
	0.260
	>0.05
	100%

	rs910652 HSPA12B
	195/183
	93.8/6.2
	0.115
	>0.05
	100%

	rs862832 HSPA12B
	195/172
	88.2/11.8
	0.231
	>0.05
	100%

	rs17155992 HSPA14
	195/180
	92.3/7.7
	0.088
	>0.05
	100%

	rs2034598 DNAJA2
	195/184
	94.3/5.7
	0.263
	>0.05
	100%

	rs7189628 DNAJA2
	195/182
	93.3/6.7
	0.093
	>0.05
	100%

	rs4926222 DNAJB1
	195/182
	93.3/6.7
	0.136
	>0.05
	100%

	rs4279640 HSF1
	195/182
	93.3/6.7
	0.470
	>0.05
	100%

	rs6909985 HSF2
	195/180
	92.3/7.7
	0.165
	>0.05
	100%

	rs706121 BAG1
	195/181
	92.3/7.7
	0.178
	>0.05
	100%

	rs196336 BAG3
	195/181
	92.3/7.7
	0.426
	>0.05
	100%

	rs196329 BAG3
	195/178
	91.3/8.7
	0.225
	>0.05
	100%

	Regression model N represents the number of participants included in each SNP-specific regression analysis after exclusion of participants with missing genotype and/or covariate data. These values represent analysis-specific sample sizes and should not be interpreted as genotyping call rates. HSP, heat shock protein; HWE, Hardy–Weinberg equilibrium; MAF, minor allele frequency; P-HWE, P value for Hardy–Weinberg equilibrium; SNP, single nucleotide polymorphism; T2DM, type 2 diabetes mellitus.



